Additional Methods for the Mixed-Model MANOVA Procedure
To test significance of the "predation regime" term in our mixed-model MANOVA, we used the MIXED procedure in SAS (version 4.3, SAS, Cary, NC). Effectively, this procedure treats dependent variables as repeated measures on the individuals, with the interaction term of predation regime by index variable (see below) testing whether differences between predation regimes were observed for at least some dependent variables, while treating population as a random effect (Rencher 2002; see Hassell et al. 2012 for details). The optimal covariance structure for the mixed-model MANOVA was selected by comparing the performance of three commonly used structures (variance components, compound symmetry, unstructured) using the Akaike information criterion (Littell et al. 1996) .
Example code for employing the Kenward-Roger degrees of freedom adjustment to test the significance of a fixed effect in a multivariate mixed-model: 
RUN;
In this example, LH represents the life-history dependent variables, PR is the predation regime label, Pop is the population label, ID is a unique identifier for every specimen in the data set, and var is an index variable labeling each trait (i.e., dependent variable). Note: All variables were transformed as described in the text. GSI p gonadosomatic index. Note: All variables were transformed as described in the text. GSI p gonadosomatic index. Note: Haplotype identification numbers refer to numbers given in GenBank accession information. All sequences were either retrieved from GenBank based on a prior study that included 9 of the 14 blue holes examined here (Langerhans et al. 2007 ; EF534741-EF534757) or were newly acquired and deposited in GenBank (JQ692089-Q692094, JX090201-JX090202). Note: Percentage of variation, P values, and F-statistics were calculated according to Excoffier et al. (1992) . Term F CT is the correlation for random pairs of haplotypes within a predator regime, relative to random pairs drawn from the whole system; F SC is correlation for random haplotype pairs within populations, relative to random pairs drawn from the same predator regime; F ST is the correlation for random haplotype pairs within populations, relative to that of random pairs drawn from the whole system.
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